I
n the reported X-ray cocrystal structure of the DDR1 kinase domain in complex with the inhibitor DDR1-IN-1 (PDB code 4BKI), the indolin-2-one moiety was modeled with two hydrogen bonds to the kinase hinge residues Met704 and Asp702. Subsequent analysis of the electron density has revealed that the indolin-2-one group is flipped allowing only a single hydrogen bond to Met704. The amended coordinates have been released with the new PDB code 4CKR. The corrected Figure 2A is shown, together with the updated refinement statistics (Table 5 ) reported in Supporting Information Table 5 of the original paper. This change does not otherwise affect the scientific integrity of the article. We thank Oliver Smart, Global Phasing Ltd., for drawing our attention to the error. Terms of Use CC-BY
